Abstract-To develop an system for biological sequence align-ment to increase efficiency of analysis operation that speed up the calculation of alignment for huge real time sequences, to develop distributed scan approach in Smith-waterman algorithm for presenting fast solution and optimize the Smith Waterman alignment algorithm using Distributed approach.
There are mainly two methods of Sequence Alignment, Global Alignment: Closely related sequences which are of same length are very much appropriate for global alignment. Here, the alignment is carried out from the beginning till end of the sequence to find out the best possible alignment.
Local Alignment: Sequences which are prone to be similar or even dissimilar sequences can also be compared with local alignment method. It finds the local regions with high level of similarity. In this paper we are using the proposed Smith-waterman algorithm that is based on dynamic programming to obtain the optimal local alignment and in addition also using global alignment for parallel distribution of the sequences. Smith-waterman algorithm is used to retrieves the op-timal score and local alignment between two sequences. This algorithm totally based on Dynamic programming approach. In dynamic programming method applied to complex problem to solve that problem and get optimal solution by dividing the problem into small sub problem then nd the solution for each sub problem. Finally combine solution of all sub problem to get overall solution. This algorithm is divides into three steps that is initialization of Dynamic programming matrix, ll the matrix and nally trace back the matrix to optimal local and global alignment. Later the modied the Smith-w aterman lgorithm to include ane gap penalties. Because using a general form of gap penalty function which slows down the algorithm so, an affine gap penalty function is preferred for increasing the processing. When using affine gap penalty function in dynamic programming, it only needs to dierentiate between the case that the gap is being introduced and the case that the gap is being extended. Biological sequence analysis is core functionality in Bioinformatics; the goal is to find out the similarity region based on comparing method called as sequence alignment. In practice there are very huge biological sequences and biological sequences are aligned to discover the functional and structural characteristic of newly discovered biological sequence. There are various real world application such as in medical field for early disease diagnosis, also used in drug engineering. One of the vital applications in the field of bioinformatics includes the research based on evolutionary growth and the history of species.Using this algorithm it will be easy to predict the disease causing to the human; as it will lead to the prior precaution to the patients and also the patient who is not in the same town can be treated by the distributed approach, This is possible by using the prescription given by the doctor to the patient and also its history and its medical reports. The system will permit to access the information of the patient by an authorized user from remote location and eventually will be treated accordingly. Purpose of the system is to accelerate the application of biological sequence alignment using the distributed approach. [1] Alvaro Rubio-Largo, More precisely, we have observed a remarkable accuracy of H4MSA against other approaches in those sets of sequences with a low sequence similarity.
II. REVIEW OF LITERATURE
[2] T. F. Smith,Proposed an algorithm which is used to gain the optimal score and local alignment between two sequences. The algorithm is based on Dynamic programming as a distributed approach. In dynamic programming method applied to complex problem to solve that problem and get optimal solution by dividing the problem into small sub problem then the solution for each sub problem. Finally combine solution of all sub problems to get overall solution. This algorithm is divides into three steps that is initialization of Dynamic programming matrix, all the matrix and trace back the matrix to gain optimal local alignment. The author made some modification in the algorithm to include affine gap penalties.When using affine gap penalty function in dynamic programming, it only needs to differentiate between the case that the gap is rest being introduced and the case that the gap is being extended.
[3] Eugene W.Myers12,For long sequences, space is a limiting factor for the optimal alignment computation.
[4] Gianvito Urgese, Marco Vacca, Mariagrazia Graziano, Protein Alignment Systolic Array Throughput Op-timization, In particu-lar,they reveal to be the best choice to implement protein sequence alignment algorithms, as the S-W. In this paper, we demonstrate how it is possible to increase the performance of an SA using a technique called pipeline interleaving: this technique requires loop pipelining inserting additional registers and data interleaving. In this way, it is possible to reduce the CP and thus increase the frequency, without having a reduction of throughput.
[5] Huazheng Zhu, For avoiding the boundaries by single objective modeling approach, this paper planned a MOMSA algorithmic rule that views MSA as a multi-objective im-provement downside to search out a group of non-dominated solutions for the decision-maker, and then obtain more a decent alignment by a metric, like WSPs. To solve the multi-objective improvement downside, we use MOEA/D framework as our optimizer.
[6] Amadou Chaibou, In this paper parallel programming approaches to calculate the values of the cells in matrixs grading employed in the Smith-Watermans algorithmic pro-gram for sequence alignment. This algorithm, well known in bioinformatics for its applications, as it is time-consuming on a serial computer. We use formulation based on anti-diagonals structure of data.
III. SYSTEM ARCHITECTURE
Motivation for alignment is the difficulty of obtaining cor-rect alignments in regions of low similarity between distantly related biological sequences. It shows the relations between genes or between proteins, leading to a better understanding of their homology and functionality. One native alignment avoids such regions altogether and it focuses on a positive score, those with Associate in Nursing evolutionarily preserved signal of similarity. The expectation score is outlined because the average score that the rating system (substitution matrix and gap penalties) would yield for a random sequence. A necessity for native alignment could be a negative expectation score.
In our proposed system works on parallel Distributed com-puting development the approach of sequential alignment is elementary that assists to work out the biological associations or relationships from a huge data-sets. To reduce computa-tional processing time of sequence operation this system uses parallel distributed computing capabilities to get accurate and efficient implementation. The purpose of this system is to accelerate the application of biological sequence alignment using distributed processing approach for finding optimal local and global alignment.
• For example consider three sequences A1= AGTA, A2= ATA and A3= GAT. The different probable combina-tions of sequences are: A1,A2,A3; A1,A3,A2; A2,A1,A3; A2,A3,A1; A3,A1,A2; A3,A2,A1. All these combinations can be executed in parallel in the HDFS. B2A1,B2A2,B1A3; B2A1, B2A3, B1A3; B2A2, B2A1, B1A3; B2A2, B2A3, B1A3; B2A3,  B2A1, B1A3; B2A3,B2A2, B1A3 outputs for 2nd Map/Reduce phase 1) Proposed Methodology: Considering the exampl,In the first level, it generates all possible combinations for alignment, and tries to parallelise the execution of all these combinations using hadoop. In the second level, alignment between certain pairs of sequences that have no dependencies can also be parallelized. In the third level, the alignment of a pair of sequences is also parallelized as map phase can be carried out in parallel on different blocks of sequences. As map-reduce programming model achieves parallelism in three levels, performance efficiency is highly improved. As Needleman Wunsch, a dynamic programming methodology is used for pairwise alignment, the alignment scores generated is also accu-rate.
2) Proposed Algorithm: 1. Unknown newly generated sequence is query sequence and known sequences is subject sequence. 2. Let query sequence be S, subject sequence be T, and the number of node in a distributed system be t. 3 . Firstly we divide the query sequence S into t sub sequences, described asS0,S1,.St1, and the length of each sub sequence is S/t . 4 . Allocate the query subsequence Si to the node Pi, where i ¡ t , and at the same time broadcast the entire subject sequence T to all of the node. 5 . Then, run the Smith-Waterman algorithm for query subsequence Si and subject sequence T in node ti independently, and get a local result Ai in nodeti . 6 . Finally, manipulate all of the local result Ai and obtain the nal result A of query sequence S and subject sequence T.
Our proposed system is as follows: IV. SYSTEM ANALYSIS The proposed system states the large data sets divided into n query processing. To reduce computational processing time of sequence operation this system uses parallel distributed computing capabilities to get accurate and efficient implemen-tation. The master node includes the query processing, target sequence and the number of sequences. The large query is divided in slave node for the actual processing using the Smith-waterman algorithm which is used for the parallel distribution of the large sequences. The processing is done in map and reduce format. In this query processing which is the map function, the queries are processed as they are divided into the sub-sequences and if there is duplication of the query the data is aggregated. After the entire query processing the data is reduced in the form of the final reduced result whichis accord-ing to the desired outcome of the system. The system is to accelerate the sequence alignment using the distributed Hadoop approach.
In this paper we are using the proposed Smith-waterman algorithm that is based on dynamic programming to obtain the optimal local alignment and in addition also using sequence alignment for parallel distribution of the sequences between two sequences in quadratic time and space. A dynamic programming method applied to complex problem(large problem/data) to solve that problem and get optimal solution by dividing the problem into small sub problem then and the solution for each sub problem. Finally combine that solution of all sub problems to get overall solution. This algorithm is divides into three steps that is initialization of Dynamic programming matrix, all the matrix and optimally trace back the matrix to optimal local and global alignment. Later the modified the Smithwaterman algorithm to include affine gap penalties. When using affine gap penalty function in dynamic programming, it only needs to differentiate between the case that the gap is rest being introduced and the case that the gap is being extended. Biological sequence analysis is core functionality in Bioinformatics.
The goal is to and out the similarity region based on comparing method called as sequence alignment. In practice there are very huge biological sequences and biological sequences are aligned to discover the functional and structural characteristic of newly discovered biological sequence. There are various real world applications such as in medical field for early disease diagnosis, also used in drug engineering. One of the vital applications in the field of bioinformatics includes the research based on evolutionary growth and the history of species. Using this algorithm it will be easy to predict the disease causing to the human; as it will lead to the prior precaution to the patients and also the patient who is not in the same town can be treated by the distributed approach, This is possible by using the prescription given by the doctor to the patient and also its history and its medical reports. The system will permit to access the information of the patient by an authorized user from remote location and eventually will be treated accordingly. The goal of the system is to accelerate the application of biological sequence alignment using the distributed approach using Hadoop for managing the large data.
V.
MATHEMATICAL MODEL The Mathematical Model of the system is as follows. Let S be the Image Reconstruction system such that S = {i, e, X, Y, A, Q}where 
VI.
RESULT AND DISCUSSIONS The performance of the system is measured and the speed up is measured by calculating the protein sequences which are calculated on CPU and on OpenMp. The states the performance execution of the system and provides accuracy in execution time. The sequence is split in hadoop, and sequence alignment can be done in parallel on the blocks. This is because, as the number of blocks increases, pairwise alignment can be done in parallel on these blocks. It is also found that as the number of nodes increases, the alignments that can be executed in parallel also increases. In Table1 the sequences are matched and accordingly output is generated and is compared whith OpenMp. OpenMp takes less time to execute the protein sequences and process result. Hence the time for alignment decreases. Time efficiency of the proposed methodology had been measured as follows: Every Data set is increased after every comparison, Also the Data set is measured in time in seconds. The figure describes that time taken by CPU to process the Dataset is more than as comapred to OpenMp. Than OpenMp is comapared with Hadoop, Hadoop processes more effectively and efficiently with generating result in less time as comapred to both CPU and OpenMp.
VII. CONCLUSION Sequence Analysis is core operation in Bioinformatics. The implementation of system with the Distributed scan approach using Hadoop able to align large biological sequences. Smith waterman algorithm with distributed scan approach provides score as well as alignment for huge biological sequence. Use of Hadoop is found helpful to accelerate analysis task in bioinformatics in which we have made a provision that the program can be executed concurrently on multiple systems.
